Background: Background: Quinolone group of antibiotics are predominantly used drugs for treatment of urinary tract infections. However, in recent decade's treatment failure to this drug is due to bacterial adaptation by acquisition of plasmid mediated quinolone resistance determinants. There also exists an intrinsic resistance mechanism by mutational changes in bacteria in type II and type IV bacterial topoisomerase. The study was designed to analysis point mutation in the gyrA and parC gene leading quinolone resistance in uropathogenic Eshcerichia coli from community settings.
Methods & Materials: Materials and methods:
A total of 113 quinolone resistant enterobacterial isolates were collected from the urine of patient diagnosed with urinary tract infection from different community health centre of southern Assam during July 2013 to June 2014. All the isolates were investigated for mutations in the topoisomerases genes gyrA and parC by PCR amplification and amplicons were analysed for polymorphism by Denaturing gradient gel electrophoresis. MIC to fluoroquinolones was tested by the agar dilution method and results were interpreted as per CLSI guidelines.
Results: Results: Amongst the 113 enterobacterial isolates, 98 (86.72%) were resistant to norfloxacin, 92 (81.41%), 57 (50.44%) and 35(30.93%) showed reduced susceptibility to ciprofloxacin, ofloxacin and levofloxacin respectively. Several alterations were detected in gyrA and parC genes. Five different type of mutation in gyrA were detected in 94 isolates and 67 isolates were found to have mutation in parC. This study also demonstrated the mutation in quinolone resistance determining region of gyrA and/or parC was associated with the MIC above the breakpoint for quinolone group of antibiotics.
Conclusion: Conclusion:
The present study is of epidemiological interest and describes bacterial adaptation and genetic modification towards quinolone resistance. This study advocates urgent measures to be taken to stop over the counters availability of quinolone in this region and their misuse.
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